An intricate network of epigenetic factors regulates cell differentiation by modulating the chromatin structure and ultimately affecting gene expression. This review describes the chromatin landscape defining oligodendrocyte progenitor differentiation during development and remyelination. We shall discuss the current knowledge regarding modifications of chromatin components during the progression of progenitors into myelinating cells and discuss the potential contribution of histone variants, microRNAs, and DNA methylation. We shall also briefly address how changes to this chromatin landscape can disturb this natural progression and alter the capacity to remyelinate.
Introduction
One of the first concepts concerning the "chromatin landscape" of a cell was that of a "packaging" system to fit the entire genomic content into a single nucleus (Kornberg and Thomas, 1974) . However, this concept has evolved over the years and we are now recognizing the menagerie of chromatin modifications that function as dynamic modulators of gene expression (see Li et al., 2007) . Moreover, the topological features of chromatin are not constant but rather are composed of areas of condensation and de-condensation, defining "peaks and valleys" in the chromosomes and affecting the appearance of a specific "chromatin landscape" that changes with the developmental and differentiative state of the cell. The complexity and intricacy of this system becomes vaster by the day as we discover novel modifications and the enzymes facilitating these changes, but the ultimate challenge will be to define how these modifications might contribute to development and disease. 
